Comparative analysis of genetic diversity and differentiation of cauliflower (Brassica oleracea var. botrytis) accessions from two ex situ genebanks
Supplementary Note
Calculation of the distance matrix
After SNP calling, we know which SNP allele each genotype has at each position. For the calculation of a simple genetic distance matrix, we counted the pairwise differences between each pair of genotype and each position. We will explain the procedure with an example:
Consider To calculate the distance, we look at each position and count the number of pairwise differences:
We do not consider d ( We took half of the distance because we calculated the distance at the position as if there were two positions, which is not the case because we consider SNPs.
